. Of the total, 43 markers were distributed throughout the autosomal genome and were therefore suitable for interval mapping (Fig. 1 ). 
Genetic analysis on the whole chromosome
To screen the genome for candidate chromosomal linkages, individual genotyping of 19 F2 intercross mice with missing third molars was performed using the 43 informative markers (Fig. 1) . As shown in Table 3 and Fig. 2 Table 4 and Table  5 , and Fig. 3 , the highest xx2 scores for individual genotyping were found at D 13 Mit 78 and Therefore it is considered that the gene causing missing teeth in the mouse is associated with tooth development, in particular, hypodontia in man.
The first phase of gene mapping requires candidate by approximately 20-cM can be detected reliably15).
The utility for interval mapping with MIT markers has been widely recognized in recent studies16,17). In this study, 281 microsatellite markers were tested (see Table 1 ), and 43 informative MIT markers were distributed throughout the autosomal genome (see Fig.   1 ) and were suitable for interval mapping.
To determine a candidate chromosome, individual genotyping of 19 F2 intercross mice with absent third molars was performed using the 43 informative MIT markers. As shown in Table 2 , the highest xx2-test score was detected for marker D 13 Mit 78 on mouse chromosome 13 with a high proportion of EL homozygotes. There was a highly significant difference between the observed and expected genotype ratios of 
